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RILEMRE (CMV) 2 —FH¥IESE RNA /J#E, ThHHAREE MEXNTTARN. ILEHFS
TUHHEY BT HEWL 85 8, 365 W PH 775 B, SRLESHFRBRNMEE. 1986 4 Powell
&) R RARERE (TMV) SR EAH BN ARERR S RE, KBREFH TMV Hitkdg
B HEER T MARREAEEAZE RN TR EEY. FLRFAUABRAETIHEE
—fk CMV(CMV-SD), LU &) RNA 38UR & R cDNA, FIH PCR SRS REDI A REO R
B MEAREAREMETRFIRT THE SRXAERRT CMV WT EAN —HNE.

2 S B R S
(—) HWER
WEdILUREREE RN EET,
(=) S5 W RNA MhiRsh
FLE Lot, H. Mgk [ sl (bR 8. Hem M O9m — IR kiR oii® RNA
() CMV I EOERAN T E

FIRRIERNMIN & RNA FHUE. F Boehringer Nannheim 2 A cDNA & @ B0 &, RAREHL
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3 M WEN%: #AH PCR BARTREELENM KB REOEN 235

CCC ACG TCT GGG GTG CIC CCA GTT TGA ATCCGTGTTTCCCAGAACCCTCC 696
P T 8 66 VvV L P ¥V 218
* *  x LI T S
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CTCCAGTTTTCTGAGGCGGGAGCTGAGTTGGCAGTTTTGCTACAAACTGTCTGAAGTCA 754
CTAAACGCTTTGTGGTGAACGGG TTGTCCATCGAGCTCACGGCTA 799

B 1 CMV-SD CP BAMBHMFFR CMV-SD, CMV-BD, CMV-JV CP MBEERFFIMHE
B—1T CMV-SD % pBluescript SK BB PHA R CMV-SD #5EE A M B BFPFE &0 ML
¥ 1T% CMV-BD HEHEERFA: TN CMV-TV HNHERFF

(Z)CMV -SD 5H il cMV EREHREAZENE RS

RIEMIERHER . 18 EF0E . BRI 4T, Piazzlla %5 M CMV 4325 S f1 WT B4,
CMV-Q BRERB T S T, WMEY CMV IFEREAENFAEEA, B8 CMV S H WT AN EEN
EAMREE BN REX, EEAMEEGEEFEEE 0% UL, THEMFEEE 70—80%5 8

ME 1R, CMV-SD AR EAERFASSBEIEERNS BN CMV & (CMV-BDU),
CMV-JVE) SR E A REZ BRI BR D 5% 95.9% A 93.2%; FERFAKEEHS N
97.7% #1 94.5% . E5 CMV -D fl CMV -Q AR EB(EHFRFI R ERS 2% 93.9% f1 76.0% , B
HETHEAEESETREFNSAHTLAN, CMV-SD £5 CMV -D BB CMV WT F# iy—
#CMV B,
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CLONING OF COAT PROTEIN GENE OF CUCUMBER
MOSAIC VIRUS (SD STRAIN) BY PCR

Guo Dongchuan Qiao Liya Fang Rongxiang Mang Keqiang
" (Institute of Microbiology, Academia Simica, Beijing 100080)

Coat protein (CP) gene of CMV -SD was synthesized by polymerase chain reaction
and then cloned in pBluescript SK. The nucleotide sequence of the cloned CP gene was
determined by dideoxy termination method. Comparison of the nucleotide sequence of CMV-
SD CP gene in pair with that of CP genes from CMV D , Q, BD and JV strains revealed
the homologies of 93.9%, 76.0%, 95.9% and 93.2%, respectively. While at the amino acid
sequence level, the homologies were 97.2%, 79.4%, 97.7% and 94.5%, respectively. Therefore,
we conciuded that CMV-SD belonged to the CMV WT subgroup.
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